INTRODUCTION
Primary sequencing data that produced by Illumina HiSeqTM 2000, called as raw 144 reads, were subjected to QC. After QC, raw reads were filtered into clean reads 145 which were aligned to the reference sequences as described by previous report. 146 (Trapnell et al. 2012) . All sequence reads were trimmed to remove the low-quality 147 sequences. The trimmed reads were then aligned to the tomato reference genome All data in this study were subjected to ANOVA analysis or Student's t-test analysis 195 using SPSS 11.5 (SPSS Company, Chicago, IL). (Table 1) .
210
Sequence reads presented reasonable correlation between related two populations 211 (t >0.95, p = 0.29) ( Figure 1 ). A number of 21,808 and 21,753 genes were co- 2). 
